ATGGCGGACATTTCGACCACCCAGGCTTGGCAAGACCTGACCGATCATTACTCAAACTTC 
1 + + + + + + 60 

MADISTTQAWQDLTDHYSNF 

CAGGCAACCACTCTGCGTGAACTTTTCAAGGAAGAAAACCGCGCCGAGAAGTACACCTTC 
61 + + + + + + 120 

QATTLRELFKEENRAEKYTF 

TCCGCGGCTGGCCTCCACGTCGACCTGTCGAAGAATCTGCTTGACGACGCCACCCTCACC 
121 + + + + + + 180 

SAAGLHVDLSKNLLDDATLT 

AAGCTCCTTGCACTGACCGAAGAATCTGGCCTTCGCGAACGCATTGACGCGATGTTTGCC 
181 + + + + + + 240 

KLLALTEESGLRERIDAM FA 

GGTGAACACCTCAACAACACCGAAGACCGC6CTGTCCTCCACACCGCGCTGCGCCTTCCT 
241 + + + + + + 300 

GEHLNNTEDRAVLHTALRLP 

CCCGAAGCTGATCTGTCAGTAGATGGCCAAGATGTTGCTGCTGATGTCCACGAAGTTTTG 
301 + + + + + + 360 

PEADLSVDGQDVAADVHEVL 

GGACGCATGCGTGACTTCGCTACTGCGCTGCGCTCAGGCAACTGGTTGGGACACACCGGC 
361 + + + + + + 420 

GRMRDFATALRSGNWLGHTG 

CACACGATCAAGAAGATCGTCAACATTGGTATCGGTGGCTCTGACCTC6GACCAGCCATG 
421 + + +- + + + 480 

HTIKKIVNIGIGGSDLGPAM 

GCTACGAAGGCTCTGCGTGCATACGCGACCGCTGGTATCTCAGCAGAATTCGTCTCCAAC 
481 + + + + + + 540 

ATKALRAYATAGISA EFVSN 

GTCGACCCAGCAGACCTCGTTTCTGTGTTGGAAGACCTCGATGCAGAATCCACATTGTTC 
541 + + + + + + 600 

VDPADLVSVLEDLDAESTLF 
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GTGATCGCTTCGAAAACTTTTACCACCCAGGAGACGCTGTCTAACGCTCGTGCAGCTCGT 
601 + + +. + + + 660 

VIASKTFTTQETLSNARAAR 

GCTTGGCTGGTAGAGAAGCTCGGTGAAGAGGCTGTCGCGAAGCATTTCGTCGCAGTGTCC 
661 +--- + + + + + 

AWLVEKLGEEAVAKHFVAVS 

ACCAATGCTGAAAAGGTCGCAGAGTTCGGTATCGACACGGACAACATGTTCGGCTTCTGG 
721 + + + + + + 780 

TNAEKVAEFGIDTDNMFGFW 

GACTGGGTCGGAGGTCGTTACTCCGTGGACTCCGCAGTTGGTCTTTCCCTCATGGCAGTG 
781 + + + + + + 840 

DWVGGRYSVDSAVGLSLMAV 

ATCGGCCCTCGCGACTTCATGCGTTTCCTCGGTGGATTCCACGCGATGGATGAACACTTC 
841 + + +- + + + 900 

IGPRDFMRFLGGFHAMDEHF 

CGCACCACCAAGTTC6AAGAGAACGTTCCAATCTTGATGGCTCTGCTCGGTGTCTGGTAC 
901 + + + + + + 960 

RTTKFEENVPILMALLGVWY 

TCCGATTTCTATGGTGCAGAAACCCACGCTGTCCTACCTTATTCCGAGGATCTCAGCCGT 
961 + + + + + + 1020 

SDFYGAETHAVLPYSEDLSR 

TTTGCTGCTTACCTCCAGCAGCTGACCATGGAATCAAACGGCAAGTCAGTCCACCGCGAC 
1021 + + + + + + 1080 

FAAYLQQLTMESNGKSVHRD 

GGCTCCCCTGTTTCCACTGGCACTGGCGAAATTTACTGGGGTGAGCCTGGCACAAATGGC 
1081 + + +. + + + 1140 

GSPVSTGTGEIYWGEPGTNG 

CAGCACGCTTTCTTCCAGCTGATCCACCAGGGCACTCGCCTTGTTCCAGCTGATTTCATT 
1141 + + + + + + 1200 



QHAFFQLIHQGTRLVPADFI 

FIG. IB 



• 



GGTTTCGCTCGTCCAAAGCAGGATCTTCCTGCCGGTGAGCGCACCATGCATGACCTTTTG 
1201 + + + + -+ + 1260 

GFARPKQDLPAGERTMHDL L 

ATGAGCAACTTCTTCGCACAGACCAAGGTTTTGGCTTTCGGTAAGAACGCTGAAGAGATC 
1261 + + + + + + 1320 

MSNFFAQTKVLAFGKNAEE I 

GCTGCGGAAGGTGTCGCACCTGAGCTGGTCAACCACAAGGTCATGCCAGGTAATCGCCCA 
1321 + + + + + + 1380 

AAEGVAPELVNHKVMPGNRP 

ACCACCACCATTTTGGCGGAGGAACTTACCCCTTCTATTCTCGGTGCGTTGATCGCTTTG 
1381 + + + + + + 1440 

TTTILAEELTPSILGALIA L 

TACGAACACATCGTGATGGTTCAGGGCGTGATTTGGGACATCAACTCCTTCGACCAATGG 
1441 + + + + + + 1500 

YEHIVMVQGVIWDINSFDQW 

GGTGTTGAACTGGGCAAACAGCAGGCAAATGACCTCGCTCCGGCTGTCTCTGGTGAAGAG 
1501 4- + + + + + 1560 

GVELGKQQANDLAPAVSGE E 

GATGTTGACTCGGGAGATTCTTCCACTGATTCACTGATTAAGTGGTACCGCGCAAATAGG 
1561 + + + + + + 1620 

DVDSGDSSTDSLIKWYRANR 
TAG 

1621 --- 1623 
* 

FIG.1C 



